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Figure 2 



ATGCAAAACCACGTTATCAGCTTAGCTTCCGCCGCAGAACGCAGGGCGCACATTGCCGAT 
1 + + + + + + 60 

TACGTTTTGGTGCAATAGTCGAATCGAAGGCGGCGTCTTGCGTCCCGCGTGTAACGGCTA 
MQNHVISLASAAERRAHIAD 

ACCTTCGGCAGGCACGGCATCCCGTTTCAGTTTTTCGACGCACTGATGCCGTCTGAAAGG 
61 + + + + + + 120 

TGGAAGCCGTCCGTGCCGTAGGGCAAAGTCAAAAAGCTGCGTGACTACGGCAGACTTTCC 
TFGRHGIPFQFFDALMPSER 

CTGGAACAGGCAATGGCGGAACTCGTCCCCGGCTTGTCGGCGCACCCCTATTTGAGCGGA 

121 + + + + + + 180 

GACCTTGTCCGTTACCGCCTTGAGCAGGGGCCGAACAGCCGCGTGGGGATAAACTCGCCT 
LEQAMAELVPGLSAHPYLSG 

GTGGAAAAAGCCTGCTTTATGAGCCACGCCGTATTGTGGAAGCAGGCATTGGACGAAGGT 

181 + + + + + + 240 

CACCTTTTTCGGACGAAATACTCGGTGCGGCATAACACCTTCGTCCGTAACCTGCTTCCA 
VEKACFMSHAVLWKQALDEG 

CTGCCGTATATCACCGTATTTGAGGACGACGTTTTACTCGGCGAAGGTGAGGAAAAATTC 

241 + + + + + 300 

GACGGCATATAGTGGCATAAACTCCTGCTGCAAAATGAGCCGCTTCCACTCCTTTTTAAG 
LPYITVFEDDVLLGEGEEKF 

CTTGCCGAAGACGCTTGGCTGCAAGAACGCTTTGACCCGGATACCGCCTTTATCGTCCGC 

301 + + + + + + 360 

GAACGGCTTCTGCGAACCGACGTTCTTGCGAAACTGGGCCTATGGCGGAAATAGCAGGCG 
LAEDAWLQERFDPDTAFIVR 

TTGGAAACGATGTTTATGCACGTCCTGACCTCGCCCTCCGGCGTGGCGGATTACTGCGGG 

361 + + 4- + + + 420 

AACCTTTGCTACAAATACGTGCAGGACTGGAGCGGGAGGCCGCACCGCCTAATGACGCCC 
LETMFMHVLTSPSGVADYCG 

CGCGCCTTTCCGCTGTTGGAAAGCGAACACTGGGGGACGGCGGGCTATATCATTTCCCGA 

421 + + + + + + 480 

GCGCGGAAAGGCGACAACCTTTCGCTTGTGACCCCCTGCCGCCCGATATAGTAAAGGGCT 
RAFPLLESEHWGTAGYIISR 

AAAGCGATGCGGTTTTTCCTGGACAGGTTTGCCGCCCTGCCGCCCGAAGGGCTGCACCCC 

481 + + + + + + 540 

TTTCGCTACGCCAAAAAGGACCTGTCCAAACGGCGGGACGGCGGGCTTCCCGACGTGGGG 
KAMRFFLDRFAALPPEGLHP 

GTCGATCTGATGATGTTCAGCGATTTTTTCGACAGGGAAGGAATGCCGGTTTGCCAGCTC 
541 + + + + + 600 

CAGCTAGACTACTACAAGTCGCTAAAAAAGCTGTCCCTTCCTTACGGCCAAACGGTCGAG 
VDLMMFSDFFDREGMPVCQL 

AATCCCGCCTTGTGCGCCCAAGAGCTGCATTATGCCAAGTTTCACGACCAAAACAGCGCA 

601 + + + + + + 660 

TTAGGGCGGAACACGCGGGTTCTCGACGTAATACGGTTCAAAGTGCTGGTTTTGTCGCGT 
NPALCAQELHYAKFHDQNSA 

TTGGGCAGCCTGATCGAACACGACCGCCTCCTGAACCGCAAACAGCAAAGGCGCGATTCC 

661 + + + + + + 720 

AACCCGTCGGACTAGCTTGTGCTGGCGGAGGACTTGGCGTTTGTCGTTTCCGCGCTAAGG 
LGSLIEHDRLLNRKQQRRDS 

CCCGCCAACACATTCAAACACCGCCTGATCCGCGCCTTGACCAAAATCAGCAGGGAAAGG 

721 + + 4- + + + 780 

GGGCGGTTGTGTAAGTTTGTGGCGGACTAGGCGCGGAACTGGTTTTAGTCGTCCCTTTCC 
PANTFKHRLIRALTKISRER 

GAAAAACGCCGGCAAAGGCGCGAACAGTTCATTGTGCCTTTCCAATAA 

781 + + + + 828 

CTTTTTGCGGCCGTTTCCGCGCTTGTCAAGTAACACGGAAAGGTTATT 
EKRRQRREQFIVPFQ* 
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Figure 4 

A. 5' primer for amplification of galE for insertion into pCW at the BamHI site 

5' GGGACAGGATCCATCGATGCTTAGGAGGTCATATGGCAATTTTAGTATTAGGTGGAGC 3' 
BamHI Met 



B. 3' primer for amplification of galE for fusion with IgtB insertion into pCW 

5' GGGGGGGCTAGCGCCGCCTCCTCGATCATCGTACCCTTTTGG 3' 
Nhel Gly Gly 



C. 5' primer for amplification of IgtB for fusion with the 3' end of galE, 

5 ' GGGGGGGCTAGCGTGCAAAACCACGTTATCAGCTTAGC 
Nhel Val 



D. 3' primer for amplification of IgtB for fusion with galE and insertion into pCW 

5 ' GGGGGGGTCGACCTATTATTGGAAAGGCACAATGAACTGTTCGCG 
Sail 



E. Junction region of the galE-lgtB fusion 

galE Nhel IgtB 

5 'CCA AAA GGG TAC GAT GAT CGA GGA GGC GGA GCT AGC GTG CAA AAC CAC GTT ATC AGO TTA GCT 3' 
3'GGT TTT CCC ATG CTA CTA GCT CCT CCG CCT CGA TCG CAC GTT TTG GTG CAA TAG TCG AAT CGA 5' 
PKGYDDRGGGASVQNHVI SLA 



